A B C TL-1 WT R1 R2 Bar TL-2 R1 R2 Bar R1 R2 Bar Figure S1. Generation of AtROS1 overexpressing transgenic tobacco. (A) Schematic diagram of pEGAD-ROS1 expression construct used for tobacco transformation. (B) AtROS1 overexpressing transgenic lines and control wild type tobacco plants. (C) Identification of transgenic lines by genomic DNA PCR analysis with gene specific primers. R1: Internal Primer 1, R2: Internal Primer 2 and Bar: BASTA selection marker specific primer, WT: wild type tobacco plants, TL-1 and TL-2: transgenic tobacco lines.
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